The lDDT score is the local Distance Difference Test on all atoms that assess the quality of the local atomic environment of a model. The lDDT acts as an incentive scheme for correctly predicted interatomic distances in a model at different threshold levels. If the lDDT score difference* is below the given threshold level, the interaction between interatomic distances is considered to be preserved in the prediction. The final lDDT-all score is computed by averaging the fraction of correctly modelled interactions for the following four distance difference thresholds: 0.5, 1, 2, and 4 Å. This is the same as GDT_HA which identifies collection of residues that are away from the target but not more than stated Cα distance thresholds** for varying superposition. The Avg. lDDT score*** is limited to those residues which form the binding site(s) on the respective target. Source of data and information on scoring methods: http://www.cameo3d.org/. The ROC (Receiver Operating Characteristics) and PR (Precision and Recall) scores in bold indicate the highest prediction score of the ModFOLD5/4 comparing to other predictors. The AUC0, 1 (area under the curve) is the range from 0 to 1 (0 -perfect predictions and 0.5 -random prediction) that describes True Positive Rate (TPR) and False Positive Rate (FPR) computed for all positives thresholds. AUC0, 0.2 is the partial AUC of the ROC 'trimmed' threshold of 0.2 and scaled between 0 and 1.ROCnormalised is the same scale as ROC but has been normalised. PR curve analysis is an alternative to ROC for task with large skew in the class distribution and it helps highlighting differences in the predictor performances that are not clear in the ROC. PRnormalised is the same metric of the column PR with the values normalised by the submitted/received target ratio. Source of data and information on scoring methods: http://www.cameo3d.org. 
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